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<212> DNA 
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<220> 

<221> misc_feature 

<223> cdc27Al 

<400> 1 

atgatggaga atctactggc gaattgtgtc cagaaaaacc ttaaccattt 
aatgctatct tcctttgcga acttcttctc gcccaatttc catctgaggt 
ttgttagcca ggtgttactt gagtaacagt .caagcttata gtgcatatta 
ggttcaaaaa cgcctcagtc tcggtattta tttgcattct catgctttaa 
cttggagagg ctgaagctgc attgttgccc tgtgaagatt atgctgaaga 
ggtgcagctg ggcattatct tcttggtctt atatatagat attctgggag 
tcaatacaac agtttaggat ggcattgtca tttgatccat tgtgttggga 
gaactttgta gtttaggtgc cgctgaagaa gcctcaacag ttttcgggaa 
cagcgtctta aaacttgtgt agaacaaaga ataagcttct cagaaggagc 
cagattacag attctgataa ggccttaaaa gatacaggtt tatcgcaaac 
ccaggagaga accaacaaga tctgaaaatt atgcagcagc ctggagatat 
actgacaggc aacttagtac aaacggatgg gacttgaaca caccttctcc 
caggtaatgg atgctccacc gcctctgctt cttaagaata tgcgtcgtcc 
ggatctttga tgtctgtaca tggagtgcgt gtgcgtcgaa gaaacttttt 
ttgtcagcag aggctcaaga agaatctggg cgccgccgta gtgctagaat 
aaaaagaatc ctatgtcgca gtcatttgga aaagattccc attggttaca 
tccgagtcaa actatgcacc ttctctttcc tcgatgattg gaaaatgcag 
agcaaagaag cgattcctga taccgttact ctaaatgatc cagcaacgac 
tctgtaagtg acactggaag ctctgttgat gatgaggaaa agtcaaatcc 
tccccggatc gtttcagcct tatttctgga atttcagaag tgctaggcat 
cttggagatg gccacaggca tttacatatg tacaagtgtc aggaagcttt 
caaaagctat ctcagaaaca atacaataca cactgggttc tcatgcaggt 
tattttgagc tacaagacta cttcaacgct gactcttcct ttactcttgc 
tatccttatg ctttggaagg aatggataca tactccactg ttctttatca 
gagatgaggt tgggctatct ggctcaggaa ctgatttcag ttgatcgcct 
tcctggtgtg cagttgggaa ctgttacagt ttgcgtaagg atcatgatac 
atgtttcaga gagctatcca actgaatgaa agattcacat atgcacatac 
cacgagtttg ccgcattgga agaattcgag gatgcagaga gatgctaccg 
ggcatagata cgagacacta taatgcatgg tacggtcttg gaatgaccta 
gagaaattcg agtttgcgca gcatcaattt caactggctc tccaaataaa 
tcagtcatca tgtgttacta tggaattgct ttgcatgagt caaagagaaa 
ttgatgatga tggagaaggc tgtactcact gatgcaaaga atccgctccc 
aaggctcaca tattaaccag cctaggtgat tatcacaaag cacagaaagt 



tatgttcacc 


60 


gaacctgcaa 


120 


tatccttaaa 


180 


gttggatctt 


240 


agttcctggt 


300 


gaagaactgt 


360 


agcatatgga 


420 


tgttgcttcc 


480 


aaccatagac 


540 


agaacacatt 


600 


tccaccaaat 


660 


agtgctttta 


720 


agcagtggaa 


780 


tagtgaagaa 


840 


agcagcaagg 


900 


tctttcacct 


960 


aatccaaagc 


1020 


gtcaggccag 


1080 


tagtgaatct . 


1140 


tctgaaaatt 


1200 


gttggcatat 


1260 


tggaaaagca 


1320 


tcatcaaaag 


1380 


cctgaaagaa 


1440 


gtctccagaa 


1500 


tgctctcaaa 


1560 


cctttgtggc 


1620 


gaaggctctg 


1680 


tcttcgtcag 


1740 


tccaagatct 


1800 


cgatgaggcg 


1860 


caagtactac 


1920 


tttagaagag 


1980 
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ctcaaagaat gtgctcctca agaaagcagt gtccatgcat cgcttggcaa aatatacaat 204 0 

cagctaaagc aatacgacaa agccgtgtta catttcggca ttgctttgga tttaagccct 2100 

tctccatctg atgctgtcaa gataaaggct tacatggaga ggttgatact accagacgag 2160 

ctggtgacgg aggaaaattt gtagatttat tgtgcaggta atacaccaga ttatgtttct 2220 

catataaccc aaagtcatct gtaatttttc tcatctttag atcagtcttg tggactaacc 2280 

ctaaaacaaa actgattata taaacttaga gggtaatatt acagaaaatt gtatagagtt 2340 

gggtttgaat tttcatttct tttccaagtt ggaacttttg ttcaaaaaaa aaaaaaaaaa 2400 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaa 2434 

<210> 2 

<211> 728 

<212> PRT 

<213> Arabidopsis thaliana 
<2^0> 

<221> MIS COFEATURE 

<223> cdc27Al 



<400> 2 

Met Met Glu Asn Leu Leu Ala Asn Cys Val Gin Lys Asn Leu Asn His 
15 10 15 

Phe Met Phe Thr Asn Ala lie Phe Leu Cys Glu Leu Leu Leu Ala Gin 
20 25 30 

Phe Pro Ser Glu Val Asn Leu Gin Leu Leu Ala Arg Cys Tyr Leu Ser 
35 40 45 

Asn Ser Gin Ala Tyr Ser Ala Tyr Tyr lie Leu Lys Gly Ser Lys Thr 
50 55 60 

Pro Gin Ser Arg Tyr Leu Phe Ala Phe Ser Cys Phe Lys Leu Asp Leu 
65 70 75 80 

Leu Gly Glu Ala Glu Ala Ala Leu Leu Pro Cys Glu Asp Tyr Ala Glu 
85 90 ^ 1 95 

Glu Val Pro Gly Gly Ala Ala Gly His Tyr Leu Leu Gly Leu lie Tyr 
100 105 110 

Arg Tyr Ser Gly Arg Lys Asn Cys Ser lie Gin Gin Phe Arg Met Ala 
115 120 125 

Leu Ser Phe Asp Pro Leu Cys Trp Glu Ala Tyr Gly Glu Leu Cys Ser 
130 135 140 

Leu Gly Ala Ala Glu Glu Ala Ser Thr Val Phe Gly Asn Val Ala Ser 
145 150 155 160 

Gin Arg Leu Gin Lys Thr Cys Val Glu Gin Arg lie Ser Phe Ser Glu 
165 170 175 

Gly Ala Thr lie Asp Gin lie Thr Asp Ser Asp Lys Ala Leu Lys Asp 
180 185 " 190 

Thr Gly Leu Ser Gin Thr Glu His He Pro Gly Glu Asn Gin Gin Asp 
195 200 205 

Leu Lys He Met Gin Gin Pro Gly Asp He Pro Pro Asn Thr Asp Arg 
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210 215 220 

Gin Leu Ser Thr Asn Gly Trp Asp Leu Asn Thr Pro Ser Pro Val Leu 
225 230 235 240 

Leu Gin Val Met Asp Ala Leu Pro Pro Leu Leu Leu Lys Asn Met Arg 
245 250 255 

Arg Pro Ala Val Glu Gly Ser Leu Met Ser Val His Gly Val Arg Val 
260 265 270 

Arg Arg Arg Asn Phe Phe Ser Glu Glu Leu Ser Ala Glu Ala Gin Glu 
275 280 285 

Glu Ser Gly Arg Arg Arg Ser Ala Arg He Ala Ala Arg Lys Lys Asn 
290 295 300 

Pro Met Ser Gin Ser Phe Gly Lys Asp Ser His Trp Leu His Leu Ser 
305 310 315 320 

Pro Ser Glu Ser Asn Tyr Ala Pro Ser Leu Ser Ser Met He Gly Lys 
325 330 335 

Cys Arg He Gin Ser Ser Lys Glu Val He Pro Asp Thr Val Thr Leu 
340 345 350 

Asn Asp Pro Ala Thr Thr Ser Gly Gin Ser Val Ser Asp He Gly Ser 
355 360 365 

Ser Val Asp Asp Glu Glu Lys Ser Asn Pro Ser Glu Ser Ser Pro Asp 
370 375 380 

Arg Phe Ser Leu He Ser Gly He Ser Glu Val Leu Ser Leu Leu Lys 
385 390 395 400 

He Leu Gly Asp Gly His Arg His Leu His Met Tyr Lys Cys Gin Glu 
405 410 ~ 415 

Ala Leu Leu Ala Tyr Gin Lys Leu Ser Gin Lys Gin Tyr Asn Thr His 
420 425 430 

Trp Val Leu Met Gin Val Gly Lys Ala Tyr Phe Glu Leu Gin Asp Tyr 
435 440 445 

Phe Asn Ala Asp Ser Ser Phe Thr Leu Ala His Gin Lys Tyr Pro Tyr 
450 455 460 

Ala Leu Glu Gly Met Asp Thr Tyr Ser Thr Val Leu Tyr His Leu Lys 
465 470 475 480 

Glu Glu Met Arg Leu Gly Tyr Leu Ala Gin Glu Leu He Ser Val Asp 
485 490 495 

Arg Leu Ser Pro Glu Ser Trp Cys Ala Val Gly Asn Cys Tyr Ser Leu 
500 505 510 

Arg Lys Asp His Asp Thr Ala Leu Lys Met Phe Gin Arg Ala He Gin 
515 520 525 
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Leu Asn Glu Arg Phe Thr Tyr Ala His Thr Leu Cys Gly His Glu Phe 
530 535 540 

Ala Ala Leu Glu Glu Phe Glu Asp Ala Glu Arg Cys Tyr Arg Lys Ala 
545 550 555 560 

Leu Gly lie Asp Thr Arg His Tyr Asn Ala Trp Tyr Gly Leu Gly Met 
565 570 575 

Thr Tyr Leu Arg Gin Glu Lys Phe Glu Phe Ala Gin His Gin Phe Gin 
580 585 590 

Leu Ala Leu Gin lie Asn Pro Arg Ser Ser Val lie Met Cys Tyr Tyr 
595 600 605 

Gly He Ala Leu His Glu Ser Lys Arg Asn Asp Glu Ala Leu Met Met 
610 615 620 

Met Glu Lys Ala Val Leu Thr Asp Ala Lys Asn Pro Leu Pro Lys Tyr 
625 630 ~ 635 ~ 640 

Tyr Lys Ala His He Leu Thr Ser Leu Gly Asp Tyr His Lys Ala Gin 
645 650 655 

Lys Val Leu Glu Glu Leu Lys Glu Cys Ala Pro Gin Glu Ser Ser Val 
660 665 670 

His Ala Ser Leu Gly Lys He Tyr Asn Gin Leu Lys Gin Tyr Asp Lys 
675 " 680 685 

Ala Val Leu His Phe Gly He Ala Leu Asp Leu Ser Pro Ser Pro Ser 
690 695 700 

Asp Ala Val Lys He Lys Ala Tyr Met Glu Arg Leu He Leu Pro Asp 
705 710 "* 715 720 

Glu Leu Val Thr Glu Glu Asn Leu 
725 

<210> 3 
<211> 2401 
<212> DNA 

<213> Arabidopsis thaliana 
<400> 3 

atgatggaga atctactggc gaattgtgtc cagaaaaacc ttaaccattt tatgttcacc 60 

aatgctatct tcctttgcga acttcttctc gcccaatttc catctgaggt gaacctgcaa 120 

ttgttagcca ggtgttactt gagtaacagt caagcttata gtgcatatta tatccttaaa 180 

ggttcaaaaa cgcctcagtc tcggtattta tttgcattct catgctttaa gttggatctt 240 

cttggagagg ctgaagctgc attgttgccc tgtgaagatt atgctgaaga agttcctggt 300 

ggtgcagctg ggcattatct tcttggtctt atatatagat attctgggag gaagaactgt 3 60 

tcaatacaac agtttaggat ggcattgtca tttgatccat tgtgttggga agcatatgga 420 

gaactttgta gtttaggtgc cgctgaagaa gcctcaacag ttttcgggaa tgttgcttcc 4 80 

cagcgtctta aaacttgtgt agaacaaaga ataagcttct cagaaggagc aaccatagac 540 

cagattacag attctgataa ggccttaaaa gatacaggtt tatcgcaaac agaacacatt 600 

ccaggagaga accaacaaga tctgaaaatt atgcagcagc ctggagatat tccaccaaat 660 

actgacaggc aacttagtac aaacggatgg gacttgaaca caccttctcc agtgctttta 7 20 

caggtaatgg atgctccacc gcctctgctt cttaagaata tgcgtcgtcc agcagtggaa 7 80 

ggatctttga tgtctgtaca tggagtgcgt gtgcgtcgaa gaaacttttt tagtgaagaa 8 40 
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ttgtcagcag aggctcaaga agaatctggg cgccgccgta gtgctagaat agcagcaagg 900 

aaaaagaatc ctatgtcgca gtcatttgga aaagattccc attggttaca tctttcacct 960 

tccgagtcaa actatgcacc ttctctttcc tcgatgattg gaaaatgcag aatccaaagc 1020 

agcaaagaag caacgacgtc aggccagtct gtaagtgaca ctggaagctc tgttgatgat 1080 

gaggaaaagt caaatcctag tgaatcttcc ccggatcgtt tcagccttat ttctggaatt 114 0 

tcagaagtgc taagcattct gaaaattctt ggagatggcc acaggcattt acatatgtac 1200 

aagtgtcagg aagctttgtt ggcatatcaa aagctatctc agaaacaata caatacacac 12 60 

tgggttctca tgcaggttgg * aaaagcatat tttgagctac aagactactt caacgctgac 1320 

tcttccttta ctcttgctca tcaaaagtat ccttatgctt tggaaggaat ggatacatac 1380 

tccactgttc tttatcacct gaaagaagag atgaggttgg gctatctggc tcaggaactg 14 40 

atttcagttg atcgcctgtc tccagaatcc tggtgtgcag ttgggaactg ttacagtttg 1500 

cgtaaggatc atgatactgc tctcaaaatg tttcagagag ctatccaact gaatgaaaga 1560 

ttcacatatg cacataccct ttgtggccac gagtttgccg cattggaaga attcgaggat 1620 

gcagagagat gctaccggaa ggctctgggc atagatacga gacactataa tgcatggtac 1680 

ggtcttggaa tgacctatct tcgtcaggag aaattcgagt ttgcgcagca tcaatttcaa 1740 

ctggctctcc aaataaatcc aagatcttca gtcatcatgt gttactatgg aattgctttg 1800 

catgagtcaa agagaaacga tgaggcgttg atgatgatgg agaaggctgt actcactgat 18 60 

gcaaagaatc cgctccccaa gtactacaag gctcacatat taaccagcct aggtgattat 1920 

cacaaagcac agaaagtttt agaagagctc aaagaatgtg ctcctcaaga aagcagtgtc 1980 

catgcatcgc ttggcaaaat atacaatcag ctaaagcaat acgacaaagc cgtgttacat 2040 

ttcggcattg ctttggattt aagcccttct ccatctgatg ctgtcaagat aaaggcttac 2100 

atggagaggt tgatactacc agacgagctg gtgacggagg aaaatttgta gatttattgt 2160 

gcaggtaata caccagatta tgtttctcat ataacccaaa gtcatctgta atttttctca 2220 

tctttagatc agtcttgtgg actaacccta aaacaaaact gattatataa acttagaggg 2280 

taatattaca gaaaattgta tagagttggg tttgaatttt catttctttt. ccaagttgga 234 0 

acttttgttc aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 2400 

a 2401 

<210> 4 
<211> 716 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 4 

Met Met Glu Asn Leu Leu Ala Asn Cys Val Gin Lys Asn Leu Asn His 
1 5 10 15 

Phe Met Phe Thr Asn Ala lie Phe Leu Cys Glu Leu Leu Leu Ala Gin 



Asn Ser Gin Ala Tyr Ser Ala Tyr Tyr He Leu Lys Gly Ser Lys Thr 
50 55 60 

Pro Gin Ser Arg Tyr Leu Phe Ala Phe Ser Cys Phe Lys Leu Asp Leu 
65 70 75 80 

Leu Gly Glu Ala Glu Ala Ala Leu Leu Pro Cys Glu Asp Tyr Ala Glu 
85 90 95 

Glu Val Pro Gly Gly Ala Ala Gly His Tyr Leu Leu Gly Leu He Tyr 
100 105 110 

Arg Tyr Ser Gly Arg Lys Asn Cys Ser He Gin Gin Phe Arg Met Ala 
115 120 125 

Leu Ser Phe Asp Pro Leu Cys Trp Glu Ala Tyr Gly Glu Leu Cys Ser 
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130 135 140 

Leu Gly Ala Ala Glu Glu Ala Ser Thr Val Phe Gly Asn Val Ala Ser 
145 150 155 160 

Gin Arg Leu Lys Thr Cys Val Glu Gin Arg lie Ser Phe Ser Glu Gly 
165 170 175 

Ala Thr lie Asp Gin lie Thr Asp Ser Asp Lys Ala Leu Lys Asp Thr 
180 185 ~ " 190 

Gly Leu Ser Gin Thr Glu His lie Pro Gly Glu Asn Gin Gin Asp Leu 
195 200 205 

Lys He Met Gin Gin Pro Gly Asp He Pro Pro Asn Thr Asp Arg Gin 
210 215 220 

Leu Ser Thr Asn Gly Trp Asp Leu Asn Thr Pro Ser Pro Val Leu Leu 
225 230 235 240 

Gin Val Met Asp Ala Pro Pro Pro Leu Leu Leu Lys Asn Met Arg Arg 
245 250 ^ 255 

Pro Ala Val Glu Gly Ser Leu Met Ser Val His Gly Val Arg Val Arg 
260 265 270 

Arg Arg Asn Phe Phe Ser Glu Glu Leu Ser Ala Glu Ala Gin Glu Glu 
275 280 285 

Ser Gly Arg Arg Arg Ser Ala Arg He Ala Ala Arg Lys Lys Asn Pro 
290 295 300 

Met Ser Gin Ser Phe Gly Lys Asp Ser His Trp Leu His Leu Ser Pro 
305 310 315 320 

Ser Glu Ser Asn Tyr Ala Pro Ser Leu Ser Ser Met He Gly Lys Cys 
325 330 335 

Arg He Gin Ser Ser Lys Glu Ala Thr Thr Ser Gly Gin Ser Val Ser 
340 345 350 

Asp Thr Gly Ser Ser Val Asp Asp Glu Glu Lys Ser Asn Pro Ser Glu 
355 360 365 

Ser Ser Pro Asp Arg Phe Ser Leu He Ser Gly He Ser Glu Val Leu 
370 375 380 

Ser He Leu Lys He Leu Gly Asp Gly His Arg His Leu His Met Tyr 
385 390 395 400 

Lys Cys Gin Glu Ala Leu Leu Ala Tyr Gin Lys Leu Ser Gin Lys Gin 
405 " 410 ~ 415 

Tyr Asn Thr His Trp Val Leu Met Gin Val Gly Lys Ala Tyr Phe Glu 
420 425 430 

Leu Gin Asp Tyr Phe Asn Ala Asp Ser Ser Phe Thr Leu Ala His Gin 
435 440 445 
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Lys Tyr Pro Tyr Ala Leu Glu Gly Met Asp Thr Tyr Ser Thr Val Leu 
450 455 460 

Tyr His Leu Lys Glu Glu Met Arg Leu Gly Tyr Leu Ala Gin Glu Leu 
465 470 475 480 

lie Ser Val Asp Arg Leu Ser Pro Glu Ser Trp Cys Ala Val Gly Asn 
4 85 4 90 4 95 

Cys Tyr Ser Leu Arg Lys Asp His Asp Thr Ala Leu Lys Met Phe Gin 
500 505 510 

Arg Ala lie Gin Leu Asn Glu Arg Phe Thr Tyr Ala His Thr Leu Cys 
515 520 ^ 525 

Gly His Glu Phe Ala Ala Leu Glu Glu Phe Glu Asp Ala Glu Arg Cys 
530 535 540 

Tyr Arg Lys Ala Leu Gly lie Asp Thr Arg His Tyr Asn Ala Trp Tyr 
545 550 555 560 

Gly Leu Gly Met Thr Tyr Leu Arg Gin Glu Lys Phe Glu Phe Ala Gin 
565 570 575 

His Gin Phe Gin Leu Ala Leu Gin He Asn Pro Arg Ser Ser Val He 
580 585 " 590 

Met Cys Tyr Tyr Gly lie Ala Leu His Glu Ser Lys Arg Asn Asp Glu 
595 600 605 

Ala Leu Met Met Met Glu Lys Ala Val Leu Thr Asp Ala Lys Asn Pro 
610 615 620 

Leu Pro Lys Tyr Tyr Lys Ala His lie Leu Thr Ser Leu Gly Asp Tyr 
625 630 635 640 

His Lys Ala Gin Lys Val Leu Glu Glu Leu Lys Glu Cys Ala Pro Gin 
645 650 655 

Glu Ser Ser Val His Ala Ser Leu Gly Lys He Tyr Asn Gin Leu Lys 
660 665 670 

Gin Tyr Asp Lys Ala Val Leu His Phe Gly He Ala Leu Asp Leu Ser 
675 680 685 

Pro Ser Pro Ser Asp Ala Val Lys He Lys Ala Tyr Met Glu Arg Leu 
690 695 700 

He Leu Pro Asp Glu Leu Val Thr Glu Glu Asn Leu 
705 710 715 

<210> 5 

<211> 1892 

<212> DNA 

<213> Oryza sativa 

<220> 

<221> raise feature 
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<222> (730) . . (734) 
<223> n = any nucleotide 

<400> 5 

atggaaaccc taatggtgga ccgcgtccac ggcagcctcc gcctcttcat 
gccgtcttcc tctgcgagcg cctctgcgcc cagttccccg ccgagacaaa 
tagcaactt gctaccttca caacaaccag ccatatgctg cataccacat 
aagaagctgc cagagtcccg gtacttgttt gctatgtcat gcttccgaat 
cgggaagctg aagaagcctt gtgtcctgtc aatgaaccaa atattgaggt 
gcaacagggc actaccttct tggagtaatt tacaggtaca ctggcagagt 
gctgagcaat ttgtacaagc tctgactctt gatcctcttc tatgggcagc 
ttgtgcatac taggtgttgc tgaagatgca aatgaatgtt tcagtgaagc 
cgtcttcagc aggaactcac atccacatca aatgtggaaa agtcaaactt 
aatcggtttc tatcttccaa tgtgtcagca agttttggtg atagtcctaa 
cagctgcatg ctaacaccac tgcagaagta tctggttatc ctcatgtaaa 
ttgcatatgc agaacggtgc accatctaat ttatcacagt ttgacactcc 
tcaacgcagn nnnataatgt aacttcaact tcgtcttcta caagtatagt 
tatcccgagc aagagaaatc tgaacgagtt ctgtcacagg actccaaatt 
atcagggagc taatggcact cttgcggaca ctaggggaag ggtataggct 
tttaagtgtc aggaagcatt ggaagtatat agaaagctcc cagaggcaca 
ggatgggttc tttgccaggt tgggaagaca tattttgaac tcgtcaatta 
gatcattttt ttgagttagc gcatcgacta tcaccatgca cgttggaggg 
tactccactg ttctttatca tttgaatgag gaaatgcggc taagttacct 
cttgtttcta ttgatcgact atctccccaa gcatggtgtg ctgtgggaaa 
ttgaggaaag atcatgagac tgccttgaag aattttcaac gtgctgtaca 
agagttgcat acgctcacac gctatgcggt cacgatataa aactataccg 
caggtagatg aaagacacta caatgcctgg tatggccttg gagtggtgta 
gaaaagtttg agtttgctga gcatcatttc agaagggcat tccagataaa 
tctgttctta tgtgctatct tgggatggcc ttgcatgctt taaagaggaa 
ttggaaatga tggagaaggc tatatttgct gataagaaga atccactccc 
aaggctttaa tccttctagg cctacaaaaa taccctgatg ctctggatga 
ctaaaggaaa ttgcacctca tgaaagtagt atgtatgcac tgatgggaaa 
caacttaaca ttcttgacaa ggctgtattt tgctttggca ttgccctgga 
cctgctgctg acgttgctat aatacaatct gcaatggaga aagtacacct 
cttatggatg atgatgatga tgatgatgag atttaagctc actccgaaga 
ggaaccaaca ttgattggca tgcctgtgct tg 

<210> 6 

<211> 611 

<212> PRT 

<213> Oryza sativa 

<220> 

<221> MIS C__FE AT U RE 

<222> (244) . . (245) 

<223> Xaa is any amino acid 

<400> 6 

Met Glu Thr Leu Met Val Asp Arg Val His Gly Ser Leu Arg Leu Phe 
15 10 15 

Met His Arg Asn Ala Val Phe Leu Cys Glu Arg Leu Cys Ala Gin Phe 
20 25 30 

Pro Ala Glu Thr Asn Val Gin Leu Leu Ala Thr Cys Tyr Leu His Asn 
35 40 45 

Asn Gin Pro Tyr Ala Ala Tyr His lie Leu Lys Gly Lys Lys Leu Pro 
50 55 60 
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gcaccgcaac 60 

tgtccagttg 120 

cttgaaagga 180 

gaacctctta 24 0 

tccaagtggt 300 

ggaagctgca 360 

atacgaggaa 420 

aacagctcta 48 0 

tgttaatgaa 54 0 

gcaaattaaa 600 

gtcaactgca 660 

atcgccaact 720 

tgatggaaga 78 0 

agctattggt 84 0 

ttcttgcttg 900 

atttaatact 960 

tttagaagcc 1020 

aatggacatt 108 0 

tgctcaagat 114 0 

ttgctttgcc 1200 

gcttgactca 1260 

atctgcactt 1320 

ccttcgccag 1380 

tccttgctct 1440 

tgaggaagcc 1500 

caagtatcaa 1560 

gttggaacgg 1620 

gatttacaag 1680 

tttgaaacct 1740 

tccagatgaa 1800 

acagagggga 1860 
1892 
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Glu Ser Arg Tyr Leu Phe Ala Met Ser Cys Phe Arg Met Asn Leu Leu 
65 70 ~ 75 80 

Arg Glu Ala Glu Glu Ala Leu Cys Pro Val Asn Glu Pro Asn He Glu 
85 90 95 

Val Pro Ser Gly Ala Thr Gly His Tyr Leu Leu Gly Val He Tyr Arg 
100 105 110 

Tyr Thr Gly Arg Val Glu Ala Ala Ala Glu Gin Phe Val Gin Ala Leu 
115 120 125 

Thr Leu Asp Pro Leu Leu Trp Ala Ala Tyr Glu Glu Leu Cys He Leu 
* 130 135 140 

Gly Val Ala Glu Asp Ala Asn Glu Cys Phe Ser Glu Ala Thr Ala Leu 
145 150 155 160 

Arg Leu Gin Gin Glu Leu Thr Ser Thr Ser Asn Val Glu Lys Ser Asn 
165 170 175 

Phe Val Asn Glu Asn Arg Phe Leu Ser Ser Asn Val Ser Ala Ser Phe 
180 185 190 

Gly Asp Ser Pro Lys Gin He Lys Gin Leu His Ala Asn Thr Thr Ala 
195 200 205 

Glu Val Ser Gly Tyr Pro His Val Lys Ser Thr Ala Leu His Met Gin 
210 215 220 

Asn Gly Ala Pro Ser Asn Leu Ser Gin Phe Asp Thr Pro Ser Pro Thr 
225 230 235 240 

Ser Thr Gin Xaa Xaa Asn Val Thr Ser Thr Ser Ser Ser Thr Ser He 
245 250 255 

Val Asp Gly Arg Tyr Pro Glu Gin Glu Lys Ser Glu Arg Val Leu Ser 
260 265 270 

Gin Asp Ser Lys Leu Ala He Gly He Arg Glu Leu Met Ala Leu Leu 
275 280 285 

Arg Thr Leu Gly Glu Gly Tyr Arg Leu Ser Cys Leu Phe Lys Cys Gin 
290 295 ~ 300 

Glu Ala Leu Glu Val Tyr Arg Lys Leu Pro Glu Ala Gin Phe Asn Thr 
305 310 315 320 

Gly Trp Val Leu Cys Gin Val Gly Lys Thr Tyr Phe Glu Leu Val Asn 
325 330 335 

Tyr Leu Glu Ala Asp His Phe Phe Glu Leu Ala His Arg Leu Ser Pro 
340 345 350 

Cys Thr Leu Glu Gly Met Asp lie Tyr Ser Thr Val Leu Tyr His Leu 
355 360 365 

Asn Glu Glu Met Arg Leu Ser Tyr Leu Ala Gin Asp Leu Val Ser He 
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370 375 380 

Asp Arg Leu Ser Pro Gin Ala Trp Cys Ala Val Gly Asn Cys Phe Ala 
385 390 395 400 

Leu Arg Lys Asp His Glu Thr Ala Leu Lys Asn Phe Gin Arg Ala Val 
405 410 415 

Gin Leu Asp Ser Arg Val Ala Tyr Ala His Thr Leu Cys Gly His Asp 
420 425 430 

lie Lys Leu Tyr Arg Ser Ala Leu Gin Val Asp Glu Arg His Tyr Asn 
435 440 445 

Ala Trp Tyr Gly Leu Gly Val Val Tyr Leu Arg Gin Glu Lys Phe Glu 
450 455 460 

Phe Ala Glu His His Phe Arg Arg Ala Phe Gin He Asn Pro Cys Ser 
465 470 475 480 

Ser Val Leu Met Cys Tyr Leu Gly Met Ala Leu His Ala Leu Lys Arg 
485 490 495 

Asn Glu Glu Ala Leu Glu Met Met Glu Lys Ala He Phe Ala Asp Lys 
500 505 510 

Lys Asn Pro Leu Pro Lys Tyr Gin Lys Ala Leu He Leu Leu Gly Leu 
515 520 525 

Gin Lys Tyr Pro Asp Ala Leu Asp Glu Leu Glu Arg Leu Lys Glu He 
530 535 540 

Ala Pro His Glu Ser Ser Met Tyr Ala Leu Met Gly Lys He Tyr Lys 
545 550 555 560 

Gin Leu Asn He Leu Asp Lys Ala Val Phe Cys Phe Gly He Ala Leu 
565 570 ~ 575 

Asp Leu Lys Pro Pro Ala Ala Asp Val Ala He He Gin Ser Ala Met 
580 585 590 

Glu Lys Val His Leu Pro Asp Glu Leu Met Asp Asp Asp Asp Asp Asp 
595 600 605 

Asp Glu He 
610 

<210> 7 

<211> 2559 

<212> DNA 

<213> Saccharum sp. 

<220> 

<221> misc_feature 

<222> (911) . . (911) 

<223> n is any nucleotide 

<220> 

<221> misc feature 
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<222> (1327) (1327) 
<223> n is any nucleotide 

<220> 

<221> misc__f eature 
<222> (1792) - . (1792) 
<223> n is any nucleotide 

<400> 7 

ggtcgaccca cgcgtccgac cggaccctcc cactgctgcg cctgccgcct gcgcttcggc 60 

caccgcacaa cacttcccct cgctctcgcc cgcccgcccg cgctcgccgc cgccgccgcc 120 

gccgggcgga gatggaaacc ctaatggtgg accgcgtcca cagcagcctc cgcctcttca 180 

tgcaccgcaa cgccgtattc ctctgcgagc gcctctgcgc gcagttcccc tccgagacca 240 

atgtgcaatt gttagcgacc tgctacctcc acaacaatca gccatatgct gcataccaca 300 

ttttgaaagg gaagaagctg ccggagtccc ggtacttgtt tgctacatca tgctttcgaa 360 

tgaacctctt gcgtgaagca gaagaaactc tatgtccagt caatgaacca aacatggagg 420 

ttccaagtgg agcaacagga cactacctcc ttggagtgat ttacaggtgc acaggcagaa 480 

tttcagctgc agctgaacaa tttacacaag cgttgactct agatcctctt ttatgggcgg 540 

catatgagga attgtgtata ttaggtattg ctgaagatac tgatgagtgt tttagtgaat 600 

cgactgctct acgtctccag caggaacaca catccacggc cactctggtg aagtcgaact 660 

tcgccaatga aaatcgagtt ctatcatcca gggtctctgc aaatcttggg gatattagtc 720 

ctaagcaaat caaacagctt catgctaaca acatagcaga agtatctggc tatcctcatg 780 

taagaccaac tgcattgcat gtgcagaaca gttcaacctc taatgtagca cagtttgaca 84 0 

ccccatcacc aactgcagca cagacttcta gtatcatgcc accaccactc tttaggaatg 900 

tccatgctta nattcaaatt caaatacctg gggtttggag ggaatggtac aggttattcg 960 

tcagggaaat tgcgagtaaa ctcgtccaca ccatcaaaat ggtgttaacc accatacgtt 1020 

ccgtgcaagt taggaaagga aaaccacggg ctacagaaaa ttttgatgaa ggaagtagat 1080 

atgaagtcat tgatgaaatg tggacagaca atatatcagg aacttcatct tctgtaagta 1140 

cagctgatgg aagatccttt gagcaagata aagctgaacg aattctgttg caagactcca 1200 

aattggcact tggtattagg gagatattgg gacttgtccg aacactcggt gaaggttgta 12 60 

ggctttcttg cttgtttaag tgccatgaag ccttggaagt ctacagaaga ctccctgaga 1320 

cccattntag cactggatgg agcatatgcc aggttggtaa ggcatatttc gaattagttg 1380 

attatttgga agctgatcgt tactttgaat tggcacaccg actgtcgcct tgtacgcttg 1440 

atggaatgga catctattct actgttcttt atcatctgaa tgaggaaatg agactaagct 1500 

accttgctca agagcttatt tccattgatc gactatctcc tcaagcatgg tgtgcagtgg 1560 

gcaattgctt tgccttgagg aaagatcatg agactgcttt gaagaatttt caacgttcgg 1620 

tacagcttga ctcaagattt gcatatgctc acactctatg tggtcatgag tattctgcat 1680 

tggaggatta tgagaatagt atcaaattct accggtgtgc actgcaggta gatgaaaggc 1740 

actacaatgc ctggtatggc cttggggtgg tgtatcttcg ccaggaaaag tntgagtttg 1800 

ctgagcatca tttcagaagg gcatttcaga taaatcctcg ctcttctgtt ctcatgtgct 18 60 

atcttgggat ggcgttgcat tctcttaaga ggaaggagga ggcattggaa atgatggaga 1920 

aagctatagc agctgataag aagaatccac tgcccaagta tcagaaggcc ttaatccttc 1980 

taggtcttca gaagtatcaa gaagctctgg atgagttgga gcggctaaag gagattgcac 2040 

ctcatgagag cagtatgtat gcactgatgg gaaagattta caagcaactc aatatccttg 2100 

acaaagctgt tttctgcttt ggcattgccc tggatttgaa acctcctgct gctgatcttg 2160 

ctataattaa gtccgcaatg gagaaagtac atctccctga tgaactgatg gaggatgacc 2220 

tgtaagttcg ctcaagcaca gtgagaaagg aacatttact tcgggtccat gatgctttgc 2280 

ttgtgcttcg tgttcctggc ctgcttaggc ttctcaagtg gaactcagat cttggagctg 234 0 

taccatcaac catccagttt tgtagattta gttgtagcct ataatcagag aacacatgcg 2400 

cagaagctgc agtagtttag gactctgtac aagttgagcg ttggcaaaat gacgcctgta 24 60 

ccattataca gttgtgatat taacaaaaca catccttgtc aaataacgga aataatcaaa 2520 

ggatgaggat cctgctgatt caagcagatt gtttgtcgc ' 2559 

<210> 8 

<211> 697 

<212> PRT 

<213> Saccharum sp. 

<220> 
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<221> MISC_FEATURE 
<222> (260) . . (260) 
<223> Xaa is any amino acid 

<220> 

<221> MISC_FEATURE 

<222> (399) . . (399) 

<223> Xaa is any amino acid 

<220> 

<221> MI S COFEATURE 

<222> (554) . . (554) 

<223> Xaa is any amino acid 

<400> 8 

Met Glu Thr Leu Met Val Asp Arg Val His Ser Ser Leu Arg Leu Phe 
15 10 15 

Met His Arg Asn Ala Val Phe Leu Cys Glu Arg Leu Cys Ala Gin Phe 
20 25 30 

Pro Ser Glu Thr Asn Val Gin Leu Leu Ala Thr Cys Tyr Leu His Asn 
35 40 45 

Asn Gin Pro Tyr Ala Ala Tyr His lie Leu Lys Gly Lys Lys Leu Pro 
50 55 60 

Glu Ser Arg Tyr Leu Phe Ala Thr Ser Cys Phe Arg Met Asn Leu Leu 
65 70 75 80 

Arg Glu Ala Glu Glu Thr Leu Cys Pro Val Asn Glu Pro Asn Met Glu 
85 90 95 

Val Pro Ser Gly Ala Thr Gly His Tyr Leu Leu Gly Val He Tyr Arg 
100 105 110 

Cys Thr Gly Arg He Ser Ala Ala Ala Glu Gin Phe Thr Gin Ala Leu 
115 120 125 

Thr Leu Asp Pro Leu Leu Trp Ala Ala Tyr Glu Glu Leu Cys He Leu 
130 135 140 

Gly He Ala Glu Asp Thr Asp Glu Cys Phe Ser Glu Ser Thr Ala Leu 
145 150 155 160 

Arg Leu Gin Gin Glu His Thr Ser Thr Ala Thr Leu Val Lys Ser Asn 
165 170 175 

Phe Ala Asn Glu Asn Arg Val Leu Ser Ser Arg Val Ser Ala Asn Leu 
180 185 190 

Gly Asp He Ser Pro Lys Gin He Lys Gin Leu His Ala Asn Asn He 
195 200 205 

Ala Glu Val Ser Gly Tyr Pro His Val Arg Pro Thr Ala Leu His Val 
210 215 220 

Gin Asn Ser Ser Thr Ser Asn Val Ala Gin Phe Asp Thr Pro Ser Pro 
225 230 235 240 
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Thr Ala Ala Gin Thr Ser Ser lie Met Pro Pro Pro Leu Phe Arg Asn 
245 250 255 

Val His Ala Xaa lie Gin lie Gin lie Pro Gly Val Trp Arg Glu Trp 
260 265 ~* ^ 270 

Tyr Arg Leu Phe Val Arg Glu He Ala Ser Lys Leu Val His Thr He 
275 280 285 

Lys Met Val Leu Thr Thr He Arg Ser Val Gin Val Arg Lys Gly Lys 
290 295 300 

Pro Arg Ala Thr Glu Asn Phe Asp Glu Gly Ser Arg Tyr Glu Val lie 
305 310 315 ~ 320 

Asp Glu Met Trp Thr Asp Asn He Ser Gly Thr Ser Ser Ser Val Ser 
325 330 335 

Thr Ala Asp Gly Arg Ser Phe Glu Gin Asp Lys Ala Glu Arg He Leu 
340 345 350 

Leu Gin Asp Ser Lys Leu Ala Leu Gly He Arg Glu He Leu Gly Leu 
355 360 365 

Val Arg Thr Leu Gly Glu Gly Cys Arg Leu Ser Cys Leu Phe Lys Cys 
370 375 380 

His Glu Ala Leu Glu Val Tyr Arg Arg Leu Pro Glu Thr His Xaa Ser 
385 390 395 400 

Thr Gly Trp Ser He Cys Gin Val Gly Lys Ala Tyr Phe Glu Leu Val 
405 " 410 ^ 415 

Asp Tyr Leu Glu Ala Asp Arg Tyr Phe Glu Leu Ala His Arg Leu Ser 
420 425 430 

Pro Cys Thr Leu Asp Gly Met Asp He Tyr Ser Thr Val Leu Tyr His 
435 440 445 

Leu Asn Glu Glu Met Arg Leu Ser Tyr Leu Ala Gin Glu Leu He Ser 
450 455 460 

He Asp Arg Leu Ser Pro Gin Ala Trp Cys Ala Val Gly Asn Cys Phe 
465 470 475 480 

Ala Leu Arg Lys Asp His Glu Thr Ala Leu Lys Asn Phe Gin Arg Ser 
485 490 495 

Val Gin Leu Asp Ser Arg Phe Ala Tyr Ala His Thr Leu Cys Gly His 
500 505 510 

Glu Tyr Ser Ala Leu Glu Asp Tyr Glu Asn Ser He Lys Phe Tyr Arg 
515 520 525 

Cys Ala Leu Gin Val Asp Glu Arg His Tyr Asn Ala Trp Tyr Gly Leu 
530 535 540 

Gly Val Val Tyr Leu Arg Gin Glu Lys Xaa Glu Phe Ala Glu His His 
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545 550 555 560 

Phe Arg Arg Ala Phe Gin lie Asn Pro Arg Ser Ser Val Leu Met Cys 
565 570 575 

Tyr Leu Gly Met Ala Leu His Ser Leu Lys Arg Lys Glu Glu Ala Leu 
580 585 " 590 

Glu Met Met Glu Lys Ala lie Ala Ala Asp Lys Lys Asn Pro Leu Pro 
595 600 605 

Lys Tyr Gin Lys Ala Leu lie Leu Leu Gly Leu Gin Lys Tyr Gin Glu 
610 615 620 

Ala Leu Asp Glu Leu Glu Arg Leu Lys Glu lie Ala Pro His Glu Ser 
625 630 " ^ 635 640 

Ser Met Tyr Ala Leu Met Gly Lys lie Tyr Lys Gin Leu Asn lie Leu 
645 650 655 

Asp Lys Ala Val Phe Cys Phe Gly lie Ala Leu Asp Leu Lys Pro Pro 
660 665 670 

Ala Ala Asp Leu Ala lie lie Lys Ser Ala Met Glu Lys Val His Leu 
675 680 685 

Pro Asp Glu Leu Met Glu Asp Asp Leu 
690 695 

<210> 9 

<211> 586 

<212> DNA 

<213> Zea mays 

<400> 9 

acagcttgac tcaagatttg catatgctca cactctatgt ggtcatgagt attctgcact 60 

ggaggattat gagaatagta tcaaattcta cagatgtgca ctgcaggtag atgaaaggca 120 

ctacaatgct tggtatggcc ttggggtggt gtatcttcgc caggaaaagt ttgagtttgc 18 0 

tgagcatcat ttcagaaggg catttcagat aaatcctcgc tcttctgttc tcatgtgcta 24 0 

tcttgggatg gccttgcatt ctcttaagag gaatgaagag gcactggaaa tgatggagaa 300 

agctatagca gctgataaga agaatccact gcccaagtat cagaagtcct taattcttct 360 

aggactaatg aagtatgaag aagctctgga tgagttggag cggctaaagg agattgcacc 420 

tcatgagagt agtatgtatg cactgatggg aaagatttac aagcaactca atattcttga 480 

caaagctgtt ttctgcttcg gcattgccct ggatttgaaa ccacctgctg ctgatcttgc 54 0 

tataattaag tccgcaatgg agaaagtacc tcggccgcga ccacgc 58 6 

<210> 10 

<211> 192 

<212> PRT 

<213> Zea mays 

<400> 10 

Gin Leu Asp Ser Arg Phe Ala Tyr Ala His Thr Leu Cys Gly His Glu 
1 5 10 " 15 

Tyr Ser Ala Leu Glu Asp Tyr Glu Asn Ser lie Lys Phe Tyr Arg Cys 
20 25 30 



Ala Leu Gin Val Asp Glu Arg His Tyr Asn Ala Trp Tyr Gly Leu Gly 
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35 40 45 

Val Val Tyr Leu Arg Gin Glu Lys Phe Glu Phe Ala Glu His His Phe 
50 55 ~ 60 

Arg Arg Ala Phe Gin lie Asn Pro Arg Ser Ser Val Leu Met Cys Tyr 
65 70 75 80 

Leu Gly Met Ala Leu His Ser Leu Lys Arg Asn Glu Glu Ala Leu Glu 
85 90 95 

Met Met Glu Lys Ala He Ala Ala Asp Lys Lys Asn Pro Leu Pro Lys 
100 105 110 

Tyr Gin Lys Ser Leu He Leu Leu Gly Leu Met Lys Tyr Glu Glu Ala 
115 120 125 

Leu Asp Glu Leu Glu Arg Leu Lys Glu lie Ala Pro His Glu Ser Ser 
130 135 140 

Met Tyr Ala Leu Met Gly Lys lie Tyr Lys Gin Leu Asn He Leu Asp 
145 150 155 160 

Lys Ala Val Phe Cys Phe Gly He Ala Leu Asp Leu Lys Pro Pro Ala 
165 170 175 

Ala Asp Leu Ala He He Lys Ser Ala Met Glu Lys Val Pro Arg Pro 
180 185 190 

<210> 11 
<211> 344 
<212> DNA 

<213> Sorghum bicolor 
<400> 11 

ctccacaaca atcagccata tgctgcatac cacattttga aagggaagaa gatgccggag 60 
tcccggtact tgtttgctac atcatgtttt cgaatgaacc tcttgcgtga agcagaagaa 120 
actctatgtc cagtcaatga accaaacatg gaggttccaa gtggagcaac aggacactac 180 
ctccttggag tgatttacag gtgcacaggc agaatttcag ctgcagctga acaatttaca 240 
caagcgttga ctctagatcc tcttttatgg gcggcatatg aggaattgtg tatattaggt 300 
attgctgaag ataccgatga gtgttttagt gaatcgactg ctct 344 

<210> 12 
<211> 114 
<212> PRT 

<213> Sorghum bicolor 
<400> 12 

Leu His Asn Asn Gin Pro Tyr Ala Ala Tyr His He Leu Lys Gly Lys 
15 10 15 

Lys Met Pro Glu Ser Arg Tyr Leu Phe Ala Thr Ser Cys Phe Arg Met 
20 25 30 

Asn Leu Leu Arg Glu Ala Glu Glu Thr Leu Cys Pro Val Asn Glu Pro 
35 40 45 

Asn Met Glu Val Pro Ser Gly Ala Thr Gly His Tyr Leu Leu Gly Val 
50 55 60 
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He Tyr Arg Cys Thr Gly Arg He Ser Ala Ala Ala Glu Gin Phe Thr 
65 70 75 80 

Gin Ala Leu Thr Leu Asp Pro Leu Leu Trp Ala Ala Tyr Glu Glu Leu 
85 90 95 

Cys lie* Leu Gly He Ala Glu Asp Thr Asp Glu Cys Phe Ser Glu Ser 
100 105 110 

Thr Ala 



<210> 13 

<211> 715 

<212> DNA 

<213> Triticum aestivum 
<220> 

<221> misc_feature 

<222> (26) . . (26) 

<223> n is any nucleotide 



<400> 13 

acccacgcgt ccgcacgaat attctngcat tggaggatta cgagaacagt gttaaattct 60 

accgatgtgc acttcaggta gatgaaaggc actacaatgc ctggtatggg cttggagtag 120 

tttaccttcg ccaggaaaag tttgagtttg ctgagcatca ttttagaagg gcatttcaga 180 

taaatccccg ctcttctgtt cttatgtgct atcttgggat ggccttacat gctctaaaga 24 0 

gagatgagga tgcattggag atgatggaga aagccatatt ttctgataag aagaatccac 300 

ttcctaagta tcagaaggct ttaattctgg taggccttca aaaatatcag gaggctctgg 360 

atgagttgga acggctaagg gagattgcac ctcatgagag tagtatgtat gcacttatgg 4 20 

gcaagatata caagcaactc aatattctcg acaaggctgt attttgcttt ggcgttgccc 4 80 

ttgatttgaa acctcccgct gccgaccttg ctataatcaa gtctgcaatg gagaaagtac 540 

accttccaga tgaactgatg gaggatgatg acctgtaagt tcactttaaa gcacaaactg 600 

agaaatggac atttattcag atctatgagt ttctgcttgt gcttccgagt catggcctga 660 

atgtgctttc ggagaggaac tcagaggttg aaggaagcaa gcacatcatg cggaa 715 

<210> 14 

<211> 181 

<212> PRT 

<213> Triticum aestivum 

<400> 14 

Ala Leu Glu Asp Tyr Glu Asn Ser Val Lys Phe Tyr Arg Cys Ala Leu 
1 5 10 15 

Gin Val Asp Glu Arg His Tyr Asn Ala Trp Tyr Gly Leu Gly Val Val 
20 25 30 

Tyr Leu Arg Gin Glu Lys Phe Glu Phe Ala Glu His His Phe Arg Arg 
35 40 45 

Ala Phe Gin He Asn Pro Arg Ser Ser Val Leu Met Cys Tyr Leu Gly 
50 55 60 

Met Ala Leu His Ala Leu Lys Arg Asp Glu Asp Ala Leu Glu Met Met 
65 70 75 80 



u Lys Ala He Phe Ser Asp Lys Lys Asn Pro Leu Pro Lys Tyr Gin 
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85 



90 



95 



Lys Ala Leu lie Leu Val Gly Leu Gin Lys Tyr Gin Glu Ala Leu Asp 
100 105 110 

Glu Leu Glu Arg Leu Arg Glu lie Ala Pro His Glu Ser Ser Met Tyr 
115 120 125 

Ala Leu Met Gly Lys lie Tyr Lys Gin Leu Asn lie Leu Asp Lys Ala 
130 135 140 

Val Phe Cys Phe Gly Val Ala Leu Asp Leu Lys Pro Pro Ala Ala Asp 
145 150 155 160 

Leu Ala lie lie Lys Ser Ala Met Glu Lys Val His Leu Pro Asp Glu 
165 170 175 



Leu Met Glu Asp Asp 
180 
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